. Observed positional amino acid frequencies for the 321-member T7 NNK library peptide population. Position 1 corresponds to the amino-terminus of the peptides. Expected positional amino acid frequencies were calculated based on amino acid codon frequency in the NNK-randomized reduced 32-codon genetic code and on the total number of peptides analyzed (amino acid codon frequency x number of peptides analyzed). Ranges for expected amino acid frequencies were calculated assuming Poisson statistics (square root of expected frequency %). Over-represented amino acids are highlighted in red, and under-represented amino acids are highlighted in blue.
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